Supplementary Tables
We show the coordinates and number of mutations in each of the 69 kataegis loci found in 29 TCGA discovery samples.
152
Kataegis loci are defined as stretches of at least 6 consecutive mutations with intermutation distances < 1000 bp. For each of the 13 control tissues we show the number of DHSs, the number of DHSs retained after removing those that 157 overlap breast DHSs, the number of DHSs retained after removing those that overlap kataegis loci and repetitive elements, 158 the total number of mutated DHSs, and the number of clusters. The last row "All control tissues" represents the union of 159 all DHSs in the 13 control tissues. "KS test" represents the p-value from Kolmogorov-Smirnov test to assess the 160 probability with which the observed values of the test statistic p in control tissues stem from the expected distribution simulated under the neutral Poisson model. 
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10,939 4,571 9,586 4,215 TCGA-E2-A14X 5,194 1,892 4,050 1,642
165
The number of mutations is shown for each of the 50 TCGA replication samples. Similarly to the TCGA discovery 166 samples (Supplementary Table 2 ), mutations within repeat elements and in the same loci of known SNPs were filtered out 167 in order to lower the false-positive rate. List of primers used for the C. intestinalis experiment.
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Name
Sequence 5' to 3' chr8:579138_T_5'_1 F CACC G CTG AGC ACA CGT GAT CAT A chr8:579138_T_5'_1 R AAAC T ATG ATC ACG TGT GCT CAG C chr8:579138_T_3'_1 F CACC GCG CAG ACA TCG GAC TGT TA chr8:579138_T_3'_1 R AAAC TA ACA GTC CGA TGT CTG CGC chr20-62117780 -T-5'-1 F CACC GCC TCG CCA TTT GCC GTC AT chr20-62117780 -T-5'-1 R AAAC AT GAC GGC AAA TGG CGA GGC chr20-62117780 -T-3'-1 F CACC GTT CCT ACA ACC ACG TAC AG chr20-62117780 -T-3'-1 R AAAC CT GTA CGT GGT TGT AGG AAC
The table provides the sequences of the sgRNAs used to delete the putative driver DHSs with CRISPR. The sequences 211 highlighted in red were added to clone the sgRNAs into ph174 vectors.
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